ABSTRACT Enterotoxigenic Escherichia coli (ETEC) is an important diarrheagenic pathogen. We report here the high-quality whole-genome sequences of 21 ETEC strains isolated from patients in the United States, international diarrheal surveillance studies, and cruise ship outbreaks.
nterotoxigenic Escherichia coli (ETEC) infections are the leading cause of travelers' diarrhea and the most common cause of diarrhea among children in developing countries (1) . ETEC causes approximately 210 million infections and 380,000 deaths per year (2) . ETEC infections in humans are characterized by the production of either or both heat-stable (ST) and heat-labile (LT) enterotoxins (3) . Here, we report the availability of high-quality genome sequences for 21 ETEC strains generated by PacBio sequencing. Each of the 21 genomes contained one chromosomal sequence, and 17 of these were determined to be circular with overlapping ends that were trimmed from one end.
ETEC genomic DNA was extracted using Archive Pure according to the manufacturer's protocol (5 Prime, Gaithersburg, MD, USA). The genomic DNA was sheared to 20 kb using needle shearing. These libraries were further size selected using BluePippin (Sage Scientific, Beverly, MA, USA). The sheared DNA was used to generate large SMRTbell libraries using the standard library protocols of the Pacific Biosciences DNA template preparation kit (Pacific Biosciences, Menlo Park, CA, USA). All strains were sequenced using one single-molecule real-time (SMRT) cell, except strain 9276-90, which used two. The finished libraries were bound to proprietary P6 v2 polymerase and sequenced on a PacBio RSII system using C4 chemistry for 360-min movies. Sequence reads were filtered and assembled de novo utilizing the PacBio Hierarchical Genome Assembly Process version 3 (4). Table 1 lists the accession numbers, detected serotype (genotypic), assembly metrics, and reference (if available) for each ETEC whole-genome sequence. A single chromosomal sequence was obtained for all genomes with an average coverage of 102.6ϫ (range, 42.3ϫ to 188.6ϫ). The average GϩC content for each chromosomal sequence was 50.68%, ranging from 50.37% to 50.82%. The chromosomal sequences are circular with overlapping ends for all but four genomes. The single chromosomal sequences for isolates 90-9276, 90-9269, F5176C6, and 00-3279 could not be circularized because of unresolved or collapsed repeats. Each ETEC genome contained between one and five plasmids. Table 1 notes whether overlap was found to form circular chromosomal or plasmid contigs. Accession number(s). This whole-genome shotgun project has been deposited in DDBJ/ENA/GenBank under the accession numbers listed in Table 1 . The versions described in this paper are the first versions.
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